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BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2,1 [Aug-1-2001) 

m- . I biosuws2 v| rrr . rr 

Main* ) ■ -Jgap9pem« gap extension: I . 

x jiropoff: P^oxpectJ 1 wordsfze: r ^Filter ^ ' I 

Sequence 1 IcliseqJ Length 510 (1 510) . 

Sequence I \dl\zvqj. Length 5J2 (I „. 512) 

2 



NOTE:Thc statistics (bilscore and expect valuers calculated based on die size of nr database 
Score o 786 bits (2029) r EnpeCt » .0,0 

Identities - 419/522 {90S}, Positives p 448/522 (85%) , Gaps * 22/522 (4%) 

Query: 1 MFIBSFRVESPHWXGIU^IESDyQXDTTEliVHESHDGASRWIVRPKSVRYMFRTTTTVP v 

60 * 

MFIESFRVESBHVRYGAAEIES+Y^YDTOE^ 
SbjcK: 1 KFIESFRVESEKVRXGAAEIBSEYR«01TELVH^^ ' SEQ ID3 

60 

Query: 61 KLGVMLVGWGGNNGSTX-TAGVI ANRE6ISWATKDKVQQAHY TCS LTQASTI RVGS YNGEE SEQ ID2 

120 

KLGVMLVGttGGNMGSTl.TAaVIA+REGIStfATKDKVQQAI«YYG5 bTQASTX RVG5 YHGEE 
Sbjctt 61 KLGVKLVGWGGNNGSTLTAGVIA5REGISWATKDKVQQAMYYGSLTQAST1RVG3YNGEE SEQ ID3 

120 " 

Query: 121 IYAPFKSLLFMVNPDDLVFGGWDISMMI'IIADAMTRAKVLDIDIiQKQIiRPYMES SEQ ID2 

173 

I YAP FKS LLPMVN p DO EVFGOTDI SNMN LADAMT RAKVLDX DLQ KQbR P YMES 
Sbjct: 121 IYAPFKSLLPHVNPDDLVEXSGIIDISK^ SEQ im 

180 

Query: 174 MVPL — PGIYDPDVIAAHQGSRANNVIKGTKKEQMEQIIKDI REFKEKSKVDKVVVLWTA SEQ ID2 

231 

M+F • P DP A ' SR +f + t* KD1;REFKE 1K+DK WI.WTA 

SbjctJ 181 KXPTSSPLTRDP ARTMSSRE PRRSRWGRSSKDI REFKEHMKMDKAVVI.WTA SEQ ID3 

231 
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Query: 232 WTERYSN-VCVGLNDTKEHLLASVDKHEAEISPSTLYAIACV-MK^l PF1 UGSPqMTFVP SEQ ID2 

209 

NTERY+H ICfGI, T ASVD-i N i AEI 5PST LY I EG+ ! G+ + P 

Sbjct: 232 l^rERYNIJCtCLGLM-TNGKPSASVDaNQAEIS^STLYCHCLAStitiGVRSrTGALKKKSWP SEQ ID3 

290 . 

Query: 290 GLIDXAIKHtlCLI-GGDDFKSGQTKMKSVLVDFLVGAGIKPTSXVSYHHLGKNIiG^NLSA SEQ 102 

G+ DLAIK GG K G+- K K+ LVDFL4-GAGIKPTSIVSYHHM3NNPG NUSA 

Sbjct: 291 GIDDLAIKKKLPDPGGUQKRGKPKKKTGLVDFLMGAGIKPTSIVSYWHLGMMDSTMtSA SEQ ID3 

350 

Query: 349 PQTFRSKEISKSNWDDMV5SNAI LYELGEHPDHWVT KYVPYVGDSKUAMDEYT5KrFM SEQ ID2 

408 

PQTFKSKEISKS+WDDHVSSNAILYE GEHPWl VWI KYVPYVGDSKRAMDEYT5EI FH 
Sbjct: 351 PQTFRSKEISKSSWDDMVSSNAjLYEPGEHPDHVVVIKYVPYVGDSKRAMDEVTSEin'l SEQ ID3 

410 , 

Query: 409 GGKSTIVUINTCEDSU^PIIU^^^ SEQ ID2 

468 . 

GGK+TIVLHNTCEDSLLAAPIILDIfVLLAELSTRIQLK egeekfhsfhpvatci^yltk 
Sbjct: 411 GGKNTIVLHHTCEDSLIiAAPIILDLVLLAELSTRIQLKGEGEEKFHSFHPVATILSYLTK SEQ ID3 

470 

Query: 469 APLVPPGTPVWAI^QHAMI.EWIMRACVGLAPENHMIliEYK 510- SEQ ID2 

APLVPPGTPVWALAKQRAHXiEN(IMFlACVGIiAPENNMII*SYK 
Sbjct: 471 APX»VPPGTP>A/NALAKQRAMLEMIMRACVGLAPENNMILEYK 512 SEQ ID3 

CPU time: 0.10 user sees. 0-02 sys. sees 0.12 total 

sees. 

Gapped 

Lambda K H 

0.316 0.134 0.385 

Gapped 

Lambda K H 

0.267 0.0410 0.140 

Matrix: BL05UM62 ' 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DBs 2125 

Nurabec of Sequences: 0 

Number of extensions: 153 

Number of successful extensions: 5 

Number of sequences better than 10.0: 1 

Number of lISP's better than 10.0 without gapping: 1 

Number of HSP's successfully gapped in, prelim test: 0 

Number of HSP'3 that attempted gapping in .prelim test: 0 

Number of HSP'o gapped (non-prelim); 1 

length of querys 510 

length of database: 233,319,389 

effective ItSP lengths 125 

effective length of query: 385 

effective length of database: 176,133,389 

effective search space: 67811354765 

effective search space used: 67B11354765 
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